Supplemental Figure 1 related to Figures 1 and 3. Structural validation, detailed views and comparisons.
(a-c) |F O |-|F C |, αC map calculated using the model prior to first building residues B59-73, B139-150, the bound Ca 2+ and associated waters shows clear density for the loops at the tip of the C2 domain that were disordered in the apo structure. (d-f) Overlay of the calcium binding sites in the two independent copies of J-1 N-EGF3 (d) overview of the C2 domain overlay -boxed region corresponds to zoom regions shown in other panels (e) zoom of copy A (as shown in Figure 3 ) (f ) zoom of copy B. Coordination by the side chains of Asp 72 , Asp 140 and main chain of Ser 141 are conserved between both molecules. Other details di er primarily due to rearrangement of the β1-β2 loop. (g) Overlay of the DSL-distal surface of the Jagged-1 C2 domains from the four unique chains built in two different crystal forms (light/dark grey cartoon 2.8A form; light/dark cyan cartoon 2.4A) all with Ca 2+ bound. The residues highlighted as yellow side chains are those in which mutations associated with extrahepatic biliary atresia are found. 
